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TTGGCGGGCGGAAGCGGCCACAACCCGGCGATCGAAAAGATTCTTAGGAACGCCGTACCA 
GCCGCGTCTCTCAGGACAGCAGGCCCCTGTCCTTCTGTCGGGCGCCGCTCAGCCGTGCCC 
TCCGCCCCTCAGGTTCTTTTTCTAATTCCAAATAAACTTGCAAGAGGACTATGAAAGATT 
ATGATGAACTTCTCAAATATTATGAATTACATGAAACTATTGGGACAGGTGGCTTTGCAA 
AGGTCAAACTTGCCTGCCATATCCTTACTGGAGAGATGGTAGCTATAAAAATCATGGATA 
AAAACACACTAGGGAGTGATTTGCCCCGGATCAAAACGGAGATTGAGGCCTTGAAGAACC 
TGAGACATCAGCATATATGTCAACTCTACCATGTGCTAGAGACAGCCAACAAAATATTCA 
TGGTTCTTGAGTACTGCCCTGGAGGAGAGCTGTTTGACTATATAATTTCCCAGGATCGCC 
TGTCAGAAGAGGAGACCCGGGTTGTCTTCCGTCAGATAGTATCTGCTGTTGCTTATGTGC 
ACAGCCAGGGCTATGCTCACAGGGACCTCAAGCCAGAAAATTTGCTGTTTGATGAATATC 
ATAAATTAAAGCTGATTGACTTTGGTCTCTGTGCAAAACCCAAGGGTAACAAGGATTACC 
ATCTACAGACATGCTGTGGGAGTCTGGCTTATGCAGCACCTGAGTTAATACAAGGCAAAT 
CATATCTTGGATCAGAGGCAGATGTTTGGAGCATGGGCATACTGTTATATGTTCTTATGT 
GTGGATTTCTACCATTTGATGATGATAATGTAATGGCTTTATACAAGAAGATTATGAGAG 
GAAAATATGATGTTCCCAAGTGGCTCTCTCCCAGTAGCATTCTGCTTCTTCAACAAATGC 
TGCAGGTGGACCCAAAGAAACGGATTTCTATGAAAAATCTATTGAACCATCCCTGGATCA 
TGCAAGATTACAACTATC CTGTTGAGTGGCAAAGCAAGAATCCTTTTATT CAC CT CGATG 
ATGATTGCGTAACAGAACTTTCTGTACATCACAGAAACAACAGGCAAACAATGGAGGATT 
TAATTTCACTGTGGCAGTATGATCACCTCACGGCTACCTATCTTCTGCTTCTAGCCAAGA 
AGGCTCGGGGAAAACCAGTTCGTTTAAGGCTTTCTTCTTTCTCCTGTGGACAAGCCAGTG 
CTACCCCATTCACAGACATCAAGTCAAATAATTGGAGTCTGGAAGATGTGACCGCAAGTG 
ATAAAAATTATGTGGCGGGATTAATAGACTATGATTGGTGTGAAGATGATTTATCAACAG 
GTGCTGCTACTCCCCGAACATCACAGTTTACCAAGTACTGGACAGAATCAAATGGGGTGG 
AATCTAAATCATTAACTCCAGCCTTATGCAGAACACCTGCAAATAAATTAAAGAACAAAG 
AAAATGTATATACTCCTAAGTCTGCTGTAAAGAATGAAGAGTACTTTATGTTTCCTGAGC 
CAAAGACTCCAGTTAATAAGAACCAGCATAAGAGAGAAATACTCACTACGCCAAATCGTT 
ACACTACACCCTCAAAAGCTAGAAACCAGTGCCTGAAAGAAACTCCAATTAAAATACCAG 
TAAATTCAACAGGAACAGACAAGTTAATGACAGGTGTCATTAGCCCTGAGAGGCGGTGCC 
GCTCAGTGGAATTGGATCTCAACCAAGCACATATGGAGGAGACTCCAAAAAGAAAGGGAG 
CCAAAGTGTTTGGGAGCCTTGAAAGGGGGTTGGATAAGGTTATCACTGTGCTCACCAGGA 
GCAAAAGGAAGGGTTCTGCCAGAGACGGGCCCAGAAGACTAAAGCTTCACTATAATGTGA 
CTACAACTAGATTAGTGAATCCAGATCAACTGTTGAATGAAATAATGTCTATTCTTCCAA 
AGAAGCATGTTGACTTTGTACAAAAGGGTTATACACTGAAGTGTCAAACACAGTCAGATT 
TTGGGAAAGTGACAATGCAATTTGAATTAGAAGTGTGCCAGCTTCAAAAACCCGATGTGG 
TGGGTATCAGGAGGCAGCGGCTTAAGGGCGATGCCTGGGTTTACAAAAGATTAGTGGAAG 
ACATCCTATCTAGCTGCAAGGTATAATTGATGGATTCTTCCATCCTGCCGGATGAGTGTG 
GGTGTGATACAGCCTACATAAAGACTGTTATGATCGCTTTGATTTTAAAGTTCATTGGAA 
CTACCAACTTGTTTCTAAAGAGCTATCTTAAGACCAATATCTCTTTGTTTTTAAACAAAA 
GATATTATTTTGTGTATGAATCTAAATCAAGCCCATCTGTCATTATGTTACTGTCTTTTT 
TAATCATGTGGTTTTGTATATTAATAATTGTTGACTTTCTTAGATTCACTTCCATATGTG 
AATGTAAGCTCTTAACTATGTCTCTTTGTAATGTGTAATTTCTTTCTGAAATAAAACCAT 
TTGTGAATAT 
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MKD YDELLKYYELHET I GTGGF AKVKLACH I LTGEMVA I KI MDKNTLGSDLPR I KTE I EA 
LKNLRHQHI CQLYHVLETANKI FMVLEYCPGGELFDYI I SQDRLSEEETRWFRQI VSAV 
AYWSQGYAHRDLKPENLLFDEYHKLKLIDFGLCAKPKGNKDYHLQTCCGSLAYAAPELI 
QGKSYLGSEADWSMGILLYVLMCGFLPFDDDNVMALYKKIMRGKYDVPKWLSPSSILLL 
QQMLQVDPKKRISMKNLLNHPWIMQDYNYPVEWQSKNPFIHLDDDCVTELSVHHRNNRQT 
MEDL I SLWQYDHLTAT YLLLLAKKARGKP VRLRLS S FS CGQASATPFTDI KSN1STWSLEDV 
TASDKNYVAGLIDYDWCEDDLSTGAATPRTSQFTKYWTESNGVESKSLTPALCRTPANKL 
IQ^KEISIWTPKSAVKNEEYFMFPEPKTPVNKNQHKREILTTPNRYTTPSKARNQCLKETPI 
KIPVNSTGTDKLMTGVISPERRCRSVELDLNQAHMEETPKRKGAKVFGSLERGLDKVITV 
LTRSKRKGSARDGPRRLKiHYNVTTTRLVNPDQLLNEIMSILPKKHVDFVQKGYTLKCQT 
QSDFGKVTMQFELEVCQLQKPDVVGIRRQRLKGDAWVYKRLVEDILSSCKV 
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GTGCGATCCCGGGCCCGAGGGCATCAGACGGCGGCTGATTAGCTCCGGTTTGCATCACCC 
GGACCGGGGGATTAGCTCCGGTTTGCATCACCCGGACCGGGGGCCGGGCGCGCACGAGAC 
TCGCAGCGGAAGTGGAGGCGGCTCCGCGCGCGTCCGCTGCTAGGACCCGGGCAGGGCTGG 
AGCTGGGCTGGGATCCCGAGCTCGGCAGCAGCGCAGCGGGCCGGCCCACCTGCTGGTGCC 
CTGGAGGCTCTGAGCCCCGGCGGCGCCCGGGCCCACGCGGAACGACGGGGCGAG ATG CGA 
GCCACCCCTCTAGCTGCTCCTGCGGGTTCCCTGTCCAGGAAGAAGCGGTTGGAGTTGGAT 
GACAACTTAGATACCGAGCGTCCCGTCCAGAAACGAGCTCGAAGTGGGCCCCAGCCCAGA 
CTGCCCCCCTGCCTGTTGCCCCTGAGCCCACCTACTGCTCCAGATCGTGCAACTGCTGTG 
GCCACTGCCTCCCGTCTTGGGCCCTATGTCCTCCTGGAGCCCGAGGAGGGCGGGCGGGCC 
TACCAGGCCCTGCACTGCCCTACAGGCACTGAGTATACCTGCAAGGTGTACCCCGTCGAG 
GAAGCCCCGGCCGTGCTGGAGCCCTATGCGCGGCTGCCCCCGCACAAGCATGTGGCTCGG 
CCCACTGAGGTCCTGGCTGGTACCCAGCTCCTCTACGCCTTTTTCACTCGGACCCATGGG 
GACATGCACAGCCTGGTGCGAAGCCGCCACCGTATCCCTGAGCCTGAGGCTGCCGTGCTC 
TTCCGCCAGATGGCCACCGCCCTGGCGCACTGTCACCAGCACGGTCTGGTCCTGCGTGAT 
CTCAAGCTGTGTCGCTTTGTCTTCGCTGACCGTGAGAGGAAGAAGCTGGTGCTGGAGAAC 
CTGGAGGACTCCTGCGTGCTGACTGGGCCAGATGATTCCCTGTGGGACAAGCACGCGTGC 
CCAGCCTACGTGGGACCTGAGATACTCAGCTCACGGGCCTCATACTCGGGCAAGGCAGCC 
GATGTCTGGAGCCTGGGCGTGGCGCTCTTCACCATGCTGGCCGGCCACTACCCCTTCCAG 
GACTCGGAGCCTGTCCTGCTCTTCGGCAAGATCCGCCGCGGGGCCTACGCCTTGCCTGCA 
GGCCTCTCGGCCCCTGCCCGCTGTCTGGTTCGCTGCCTCCTTCGTCGGGAGCCAGCTGAA 
CGGCTCACAGCCACAGGCATCCTCCTGCACCCCTGGCTGCGACAGGACCCGATGCCCTTA 
GCCCCAACCCGATCCCATCTCTGGGAGGCTGCCCAGGTGGTCCCTGATGGTCTGGGGCTG 
GACGAAGCCAGGGAAGAGGAGGGAGACAGAGAAGTGGTTCTGTATGGCTAGGACCACCCT 
ACTACACGCTCAGCTGCCAACAGTGGATTGAGTTTGGGGGTAGCTCCAAGCCTTCTCCTG 
CCTCTGAACTGAGCCAAACCTTCAGTGCCTTCCAGAAGGGAGAAAGGCAGAAGCCTGTGT 
GGAGTGTGCTGTGTACACATCTGCTTTGTTCCACACACATGCAGTTCCTGCTTGGGTGCT 
TATCAGGTGCCAAGCCCTGTTCTCGGTGCTGGGAGTACAGCAGTGAGCAAAGGAGACAAT 
ATTCCCTGCTCACAGAGATGACAAACTGGCATCCTTGAGCTGACAACACTTTTCCATGAC 
CATAGGTCACTGTCTACACTGGGTACACTTTGTACCAGTGTCGGCCTCCACTGATGCTGG 
TGCTCAGGCACCTCTGTCCAAGGACAATCCCTTTCACAAACAAACCAGCTGCCTTTGTAT 
CTTGTACCTTTTCAGAGAAAGGGAGGTATCCCTGTGCCAAAGGCTCCAGGCCTCTCCCCT 
GCAACTCAGGACCCAAGCCCAGCTCACTCTGGGAACTGTGTTCCCAGCATCTCTGTCCTC 
TTGATTAAGAGATTCTCCTTCCAGGCCTAAGCCTGGGATTTGGGCCAGAGATAAGAATCC 
AAACTATGAGGCTAGTTCTTGTCTAACTCAAGACTGTTCTGGAATGAGGGTCCAGGCCTG 
TCAACCATGGGGCTTCTGACCTGAGCACCAAGGTTGAGGGACAGGATTAGGCAGGGTCTG 
TCCTGTGGCCACCTGGAAAGTCCCAGGTGGGACTCTTCTGGGGACACTTGGGGTCCACAA 
TCCCAGGTCCATACTCTAGGTTTTGGATACCATGAGTATGTATGTTTACCTGTGCCTAAT 
AAAGGAGAATTATGAAATAAAAAAAAAAAAAAAAAAA 
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MRATPLAAPAGSLSRKKRLELDDNLDTERPVQKRARSGPQPRLPPCLLPLSPPTAPDRAT 
AVATASRLGPYVLLEPEEGGRAYQALHCPTGTEYTCKOTPVQEAPAVLEPYARLPPHKHV 
ARPTEVLAGTQLLYAFFTRTHGDMHSLVRSRHRIPEPEAAVLFRQMATALAHCHQHGLVL 
RDLKLCRFVFADRERKKLVLENLEDSCVLTGPDDSLWDKHACPAYVGPEILSSRASYSGK 
AADVWSLGVALFTMLAGHYPFQDSEPVLLFGKIRRGAYALPAGLSAPARCLVRCLLRREP 
AERLTATGILLHPWLRQDPMPLAPTRSHLWEAAQWPDGLGLDEAREEEGDREWLYG 
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GAAGTTTCTCACTAGGGTCTTCTCTGGCCCAGCCTTTGACTGAAGCTGGTCTGGAGACAG 
GGGCATTAGAGAAGTGACTCATAGATGGCCTAAAGAAGCGGGGCCACTCAAGGACCCAGG 
ACAGAGGGAAGAGGGCCAACCCAGCTGGACCACAGGCAAACCCCATTGCCTTTGAGAGAA 
AGAAGAGGACCCGGTGAAACATGCTGCTGCTGAAGAAACACACGGAGGACATCAGCAGCG 
TCTACGAGATCCGCGAGAGGCTCGGCTCGGGTGCCTTCTCCGAGGTGGTGCTGGCCCAGG 
AGCGGGGCTCCGCACACCTCGTGGCCCTCAAGTGCATCCCCAAGAAGGCCCTCCGGGGCA 
AGGAGGCCCTGGTGGAGAACGAGATCGCAGTGCTCCGTAGGATCAGTCACCCCAACATCG 
TCGCTCTGGAGGATGTCCACGAGAGCCCTTCCCACCTCTACCTGGCCATGGAACTGGTGA 
CGGGTGGCGAGCTGTTTGACCGCATCATGGAGCGCGGCTCCTACACAGAGAAGGATGCCA 
GCCATCTGGTGGGTCAGGTCCTTGGCGCCGTCTCCTACCTGCACAGCCTGGGGATCGTGC 
ACCGGGACCTCAAGCCCGAAAACCTCCTGTATGCCACGCCCTTTGAGGACTCGAAGATCA 
TGGTCTCTGACTTTGGACTCTCCAAAATCCAGGCTGGGAACATGCTAGGCACCGCCTGTG 
GGACCCCTGGATATGTGGCCCCAGAGCTCTTGGAGCAGAAACCCTACGGGAAGGCCGTAG 
ATGTGTGGGCCCTGGGCGTCATCTCCTACATCCTGCTGTGTGGGTACCCCCCCTTCTACG 
ACGAGAGCGACCCTGAGCTCTTCAGCCAGATCCTGAGGGCCAGCTATGAGTTTGACTXTC 
CTTTCTGGGATGACATCTCAGAATCAGGCAAAGACTTTATTCGGCACCTTCTGGAGCGAG 
ACCTTCAGAAGAGGTTCACCTGCCAACAGGCCTTGCGGGACCTTTGGATCTTTTGGGACA 
CAGGCTTTGGCAGGGACATCTTAGGGTTTGTCAGTGAGCAGATCCGGAAGAACTTTGCTT 
GGACACACTGGAAGCGAGCCTTCAATGCCACCTTGTTCCTGCGCCACATCCGGAAGCTGG 
GGCAGATCCCAGAGGGCGAGGGGGCCTCTGAGCAGGGCATGGSCCGXCACAGCCACTXAG 
GCCTTCGTGCTGGCCAGCCCCCCAAGTGGTGATGCCCAGGXAGATGCCGAGGCCAAGTGG 
AXTGAXCCCCAGATTTXCTTXC 
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MLLLKKHTEDISSVYEIRERLGSGAFSEVVl.AQERGSAHLVALKCIPKKALRGKEALVEN 
EIAVLRRISHPNIVALEDVHESPSHLYLAMELVTGGELFDRIMERGSYTEKDASHLVGQV 
LGAVSYLHSLGIVHRDLKPENLLYATPFEDSKIMVSDFGLSKIQAGNMLGTACGTPGYVA 
PELLEQKPYGKAVDWALGVISYILLCGYPPFYDESDPELFSQILRASYEFDXPFWDDIS 
ESGKDFIRHLLERDLQKRFTCQQALRDLWIFWDTGFGRDILGFVSEQIRKNFAWTHWKRA 
FNATLFLRHIRKLGQIPEGEGASEQGMXRHSHXGLRAGQPPKW 
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TASK110 expression data 
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TASK119 expression: tumor samples versus cell lines 
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Lung cancer in situ 
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Lung cancer in situ 
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Kidney cancer in situ 
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